Two Gram-stain-negative, aerobic and endophytic bacterial strains, designated YC7033
The genus Martelella in the order Rhizobiales of the Alphaproteobacteria was first proposed by Rivas et al. (2005) and comprises, at the time of writing, only four species with validly published names, Martelella mediterranea, Martelella endophytica, Martelella radicis and Martelella mangrovi. These species are Gram-negative, non-spore-forming, moderately halophilic, heterotrophic, non-motile, catalase-and oxidase-positive and were isolated from various environments, such as lake water, roots of halophytes and soil of mangrove root (Rivas et al., 2005; Bibi et al., 2013; Zhang et al., 2014) . The endophytic strain M. endophytica YC6887 T promotes the growth of Arabidopsis and has antifungal activities by producing phenylacetic acid (Bibi et al., 2012; Khan et al., 2016) . During analysis of the endophytic bacterial community in tidal flat plants, strains YC7033 T and YC7034
T were isolated from the roots of Suaeda maritima and Limonium tetragonum inhabiting tidal flats of the Sacheon area (35 2¢ 22 † N 12 2¢ 91 † E), Korea. Here we report the taxonomic characterization of strains YC7033
T and YC7034 T belonging to the genus Martelella.
The isolation of bacteria was carried out according to the protocol described by Bibi et al. (2013) . One gram of root tissue was washed several times with running tap water and the surface was sterilized by 70 % ethanol for 5 min, 1.0 % NaOCl for 10 min and 70 % ethanol for about 10 s in turn.
The tissue pieces were washed with distilled water several times and 1.0 g of dried root was ground in 5.0 ml distilled water with a sterile mortar and pestle. One millilitre of the ground sample was serially diluted and plated on halfstrength marine agar 2216 (MA; Difco). The plates were incubated at 28 C for 1-2 weeks and colonies were purified and maintained on MA plates.
Cell morphology of strains YC7033
T and YC7034 T was observed under a Nikon light microscope at 1000Â magnification and the presence of flagella was investigated using a transmission electron microscope (model H-600; Hitachi) with cells grown in marine broth (MB; Difco) at 28 C for 72 h. The Gram reaction was determined by using the bio-M erieux Gram stain kit according to the manufacturer's instructions. Catalase and oxidase tests were performed by the procedures as outlined by Cappuccino & Sherman (2002 (Atlas, 1993; Brown, 2007; Ten et al., 2004) . The hydrolysis of CM-cellulose and xylan was investigated by the Congo red overlay method as reported previously (Ruijssenaars & Hartsmans, 2001) . Enzyme activities, acid production from different carbohydrates and assimilation of various substrates were determined using commercial systems, API ZYM, API 20E and API 20NE, respectively, at 28 C, according to the manufacturer's instructions (bioMerieux). Growth at different temperatures (4, 10, 12, 15, 20, 25, 28, 30, 37, 40, 45 and 50 C) and various pH values (pH 4.0-11.0 at intervals of 0.5 pH units) were assayed after 5 days of incubation in MB. Growth on nutrient agar (NA), Luria-Bertani (LB) agar, Czapek-dox agar, MacConkey agar, tripticase soy agar (TSA) and R2A agar was also evaluated at 30 C after 5 days of incubation. All culture media were purchased from Difco. Growth under anaerobic conditions was determined on MA plates at 28 C for 5 days in an anaerobic Gaspak jar containing an atmosphere of CO 2 (Gas-Pack System; Becton, Dickinson and Company). Salt tolerance was tested in YED broth (0.5 % yeast extract, 0.7 % glucose) supplemented with 0-12 % (w/v) NaCl (at 1 % intervals) after 5 days of incubation at 28 C. Duplicate antibiotic sensitivity tests were done using filter-paper discs containing tetracycline (30 µg), kanamycin (30 µg), penicillin (10 µg), streptomycin (10 µg), rifampicin (30 µg), chloramphenicol (30 µg), gentamycin (10 µg), ampicillin (10 µg) and vancomycin (30 µg).
Strains YC7033
T and YC7034 T were Gram-stain-negative and formed smooth, convex, circular colonies 0.2-1.0 mm in diameter after 5 days of incubation at 28 C. Cells of strains YC7033 T (0.4-0.7Â1.0-1.5 µm) and YC7034 T (0.8-1.1Â1.2-2.5 µm) were non-motile rods. Physiological and biochemical characteristics of strains YC7033
T and YC7034
T are summarized in their species descriptions and a comparison of selective characteristics with closely related type strains is given in Table 1. A commercial DNA extraction kit (Promega) was used to extract the genomic DNA of strains YC7033
T for 16S rRNA gene amplification. Using primers 27F and 1492R, the 16S rRNA genes of the strains were PCR-amplified from the genomic DNA (Lane, 1991) . The PCR products were purified and cloned into the T-vector (Invitrogen) and sequenced by GenoTech. To determine their phylogenetic affiliation, the resulting 16S rRNA gene sequences were compared with the available 16S rRNA gene sequences from the GenBank database. The 16S rRNA gene sequences were aligned with those of closely related species using the CLUSTAL X software program (Thompson et al., 1997) . Gaps were edited in the BioEdit program (Hall, 1999) . The neighbor-joining (Saitou & Nei, 1987) , maximum-parsimony (Fitch, 1971) , and maximum-likelihood algorithms in MEGA 6.0 software (Tamura et al., 2013) were used to reconstruct phylogenetic trees with bootstrap values based on 1000 replications (Felsenstein, 1985) . The EzTaxon-e server (Kim et al., 2012) was used to compute pairwise sequence similarity values between strains YC7033 T and YC7034 T and related taxa. By using the procedure as described by Moon et al. (2011) Cellular fatty acids of strains YC7033 T and YC7034 T and related type strains were analysed using cells grown in MB at 28 C for 72 h, which were harvested at the exponential growth phase (OD 600 of 0.8-1.0). The analysis of fatty acid methyl esters was performed according to the instructions of the Microbial Identification System (MIDI; Microbial ID). Extracts were analysed by GC (Agilent 6890) and identified by comparing the fatty acid profiles with the TSB 6.0 database provided with the Sherlock software. Isoprenoid quinones were extracted and analysed using reversed-phase HPLC according to the method described by Komagata & Suzuki (1987) . For the measurement of G+C content of the chromosomal DNA, the genomic DNA of strains YC7033 T and YC7034
T was extracted and purified as described by Ausubel et al. (1995) . The DNA was then enzymatically degraded into nucleosides and G+C content was determined with a reversed-phase C18 column (Mesbah et al., 1989 (Wayne et al., 1987; Rosselló-Mora & Amann, 2001 ). The cellular fatty acids of strain YC7033
T consisted of summed feature 8 (C 18 : 1 !7c and/or C 18 : 1 !6c) (30.2 %), C 19 : 0 cyclo !8c (20.8 %), 11-methyl C 18 : 1 !7c (16.2 %), summed feature 2 (C 12 : 0 aldehyde and/or iso-C 16 : 1 I and/or C 14 : 0 3-OH) (14.5 %), C 16 : 0 (7.8 %), C 18 : 0 (6.6 %) and C 17 : 0 (1.2 %). Similarly, those of YC7034 T were C 19 : 0 cyclo !8c (25.3 %), summed feature 8 (C 18 : 1 !7c and/or C 18 : 1 !6c) (23.4 %), 11-methyl C 18 : 1 !7c (17.8 %), summed feature 2 (C 12 : 0 aldehyde and/or iso-C 16 : 1 I and/or C 14 : 0 3-OH) (14.6 %), C 16 : 0 (8.4 %), C 18 : 0 (6.9 %) and C 17 : 0 (1.1 %). The predominant cellular fatty acids were summed feature 8 (C 18 : 1 !7c and/or C 18 : 1 !6c) and C 19 : 0 cyclo !8c, which were shared with other closely related members of the genus Martelella. However, major quantitative differences in amounts of 11-methyl C 18 : 1 !7c and summed feature 2 were observed between strains YC7033
T and other closely related Martelella species. The major isoprenoid quinone of strains YC7033 T and YC7034
T was ubiquinone Q-10. The DNA G+C contents of YC7033 T and YC7034 T were 52.8 and 62.2 mol%, respectively, which were similar to other Martelella type strains (Rivas et al., 2005; Bibi et al., 2013; Zhang et al., 2014) .
Results of phylogenetic analyses (Fig. 1) , physiological and biochemical characteristics (Table 2 ) and fatty acid profiles ( Valine arylamidase Description of Martelella suaedae sp. nov.
Martelella suaedae (su.ae¢dae. N.L. gen. n. suaedae of Suaeda, isolated from Suaeda maritima, referring to the source of isolation of the type strain).
Cells are Gram-stain-negative, short rod-shaped, aerobic, non-motile and 0.4-0.7 µm wideÂ1.0-1.5 µm long. Colonies grown on MA at 28 C for 5 days are 0.2-1.0 mm in diameter, smooth, convex and circular. Grows on LB agar, TSA, NA, R2A agar and Czapek-dox agar at 28 C, but not on MacConkey agar. Oxidase-and catalase-positive. Grows at 10-40 C (optimum, 25-30 C), at pH 5.0-10.0 (optimum, pH 6.0-8.0) and with 1-9 % (w/v) NaCl (optimum, 2-6 %). Casein, aesculin and CM-cellulose are hydrolysed. Gelatin, starch, L-tyrosine, Tween 20, Tween 80 and urea are not hydrolysed. Positive for assimilation of D-glucose, aesculin ferric citrate, 4-nitrophenyl-b-D-galactopyranoside, L-arabinose, D-mannose, D-mannitol, maltose, potassium gluconate and malic acid. Positive for acid production from 2-nitrophenyl-b-D-galactopyranoside, sodium pyruvate and L-arabinose, but negative for acid production from L-arginine, L-lysine, L-ornithine, trisodium citrate, sodium thiosulfate, urea, L-tryptophan, gelatin, D-glucose, D-mannitol, inositol, D-sorbitol, L-rhamnose, sucrose, melibiose and amygdalin. Shows enzymatic activity of alkaline phosphatase, esterase (C4), esterase lipase (C8), leucine arylamidase, valine arylamidase, crystine arylamidase, trypsin, acid phosphatase, b-galactosidase, b-glucuronidase, a-glucosidase and b-glucosidase, weakly positive activity of achymotrypsin and a-galactosidase, but no activity of lipase (C14), naphthol-AS-BI-phosphohydrolase, N-acetyl-b-glucosaminidase, a-mannosidase or a-fucosidase. The major isoprenoid quinone is ubiquinone Q-10. The major fatty acids are summed feature 8 (C 18 : 1 !7c and/or C 18 : 1 !6c) and C 19 : 0 cyclo !8c.
The type strain is YC7033 T (=KACC 17175 T =BRC 109440 T ), isolated from the root of Suaeda maritima growing on a tidal flat of the Sacheon area, Korea. The DNA G +C content of the type strain is 52.8 mol%.
Description of Martelella limonii sp. nov.
Martelella limonii (li.mo¢ni.i. N.L. gen. n. limonii of Limonium, isolated from Limonium tetragonum, referring to the source of isolation of the type strain). 
